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(2) INFORMATION FOR SEQ ID NO: 506; 

U) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 123 amino acids 
<B) TYPE: AMINO ACID 
(D) TOPOLOGY: LTNEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -23.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.7 

seq SXXCFVSVPPASA/IP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 506: 



Met Ala Ser Ser Ser Pro Asp Ser Pro Cys Ser Xaa Xaa Cys Phe Val 
-20 -15 -10 

Ser Val Pro Pro Ala Ser Ala lie Pro Xaa Val Xaa Xaa Ala Xaa Asn 
-5 1 5 

Ser Asp Xaa Pro Arg Asp Glu Val Gin Glu Val Val Phe Val Pro Ala 
10 ' 1*5 20 25 

Gly Thr His Tnr Pro Gly Ser Arg Leu Gin Cys Thr Tyr lie Glu Val 
30 35 40 

Glu Gin Val Ser Lys Thr His Ala Val lie Leu Ser Arg Pro Ser Trp 
45 50 55 

Leu Trp Gly Ala Glu Met Gly Xaa Thr Ser Met Val Ser Ala Leu Ala 
60 65 70 

Thr Arg Leu Cys Gly Arg Arg Ser Gin Leu Gly Arg Ala Xaa Ala Leu 
75 80 85 

Leu Gly Met Asp Leu Leu Arg Cys Arg Pro Cys 
90 95 100 



[2) INFORMATION FOR SEQ ID NO: 507: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH ; 4 6 amino acids 
( B } TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -39.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.7 

seq XLIAXLEPPGAMA/VR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 507: 



Met Xaa Pro Val Leu Ala Ala Leu Ala His Val Leu Cys Pro Tyr Met 

-35 -30 -25 

Ala Pro Gly Leu Cys Arg Glu Pro lie Arg Xaa Leu lie Ala Xaa Leu 
-20 -15 -10 

Glu Pro Pro Gly Ala Met Ala Val Arg Arg Leu Pro Ser Ala 

-5 1 5 



(2J INFORMATION FOR SEQ ID NO: 508: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 85 amino acids 

(B) TYPE: AMINO ACID 
{DJ TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -45. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq PMLGLAAFRWIWS/RE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 508: 



Me" Asn Asn Leu Asn Asp Pro Pro Asn Trp Asn lie Arg Pro Asn Ser 
-45 -40 -35 -30 

Arg Ala Asp Gly Gly Asp Gly Ser Arg Trp Asn Tyr Ala Leu Leu Val 
-25 -20 -15 

Pro Met Leu Gly Leu Ala Ala Phe Arg Trp He Trp Ser Arg Glu Ser 
-10 -5 1 

Gin Lvs Glu Val Glu Lys Glu Arg GLu Ala Tyr Arg Arg Arg Thr Ala 
'5 10 15 
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Ala Phe Gin Gin Asp Leu Glu Ala Lys Tyr His Ala Met He Ser Xaa 
20 25 30 35 

Asn Arg Arg Ala Val 



(2) INFORMATION FOR SEQ ID NO: 509: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 29 amino acids 

(B) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -19-. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.6 

seq AALCSLFFFLSLQ/EI 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 509: 



Met Leu Leu Leu Phe Leu Ala Ala Leu Cys Ser Leu Phe Phe Phe Leu 

-15 -10 -5 

Ser Leu Gin Glu He Ala Pro Gin Asp Pro Lys Pro Gly 
15 10 



(2) INFORMATION FOR SEQ ID NO: 510: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 59 amino acids 

(B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -47 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 6.5 

seq I I VCLFAFLVAHC / FL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 510: 
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Met Leu Phe Leu Gly Lys Val Leu lie Val Cys Ser Thr Gly Leu Ala 
-45 -40 -35 

Gly lie Met Leu Leu Asn Tyr Gin Gin Asp Tyr The Val Trp Val Leu 
-30 -25 -2C 

Pro Leu lie He Val Cys Leu Phe Ala Phe Leu Val Ala His Cys Phe 
-15 -10 -5 1 

Leu Ser He Tyr Glu Met Val Val Asp Ala Arg 
'5 10 



(2) INFORMATION FOR SEQ ID NO: 511: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 3 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Cancerous prostate 

(ixj FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -38.. -1 

tC) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.3 

seq LLLLVHSFWFTVC/TP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 511: 



Met Gin Gly lie Pro lie Leu Thr Pro Val Thr Thr Gin Ser He Ala 
-35 -30 -25 

He Ser- He Val Leu Thr Val Glr. Gly Leu Leu Leu Leu Val His Ser 
-20 -15 -10 

Phe Trp Phe Thr Val Cys Thr Pro Val Val Phe 
-5 15 



(2) INFORMATION FOR SEQ ID NO: 512: 

(i> SEQUENCE CHARACTERISTICS: 

(.-.; LENGTH: 54 amino acids 
[z] TYPE: AMINO ACID 
[2} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTE::.:J 

(vi) C?.:3INAL SOURCE: 

(A; ORGANISM: Hon.n Sapiens 

(?) TISSUE TYPE: Normal prostate 
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(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: -27 . .-1 

(C) PDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq LFCVLLSLRPHTS/GT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 512: 



M-t Gin Asn Phe Cys His His Leu Ala lie Cys Thr Val He Leu Phe 
_2S "20 -15 

Cvs Val Leu Leu Ser Leu Arg Pro His Thr Ser Gly Thr Leu Trp Ala 
* -10 "5 1 5 

Ser Ser Ala His Gly Leu His Leu Ala Pro Ala Glu Pro Gin Leu Ser 
10 15 20 



Cys Trp Met Cys Cys Ala 

25 



(2) INFORMATION FOR SEQ ID NO: 513: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 135 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 
(8) LOCATION: -64 - .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 6.3 

seq VLMRLVAS AY S I A / Q K 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 513: 



M»t Pro Ser Phe Ser Lys Asp Leu Leu Thr Val Pro Lys Leu Gly Thr 
-GO -55 -50 

Gly His Xaa Xaa Gly Xaa Gly Ser Tyr Asp Xaa Ala Leu Xaa Leu Leu 
-45 -40 "35 

*=u Lys Cys L--u Tro Ser Asn Vai Vai Pro Glu Cys Thr Met Ala Ser 
-30 * "25 -20 

S^r Asn Thr Vai Leu Met Arc Leu Val Ala Ser Ala Tyr Ser He Ala 
-15 -10 "5 

Gin Lys Ala Glv Met He Val Aug Arq Val He Ala Glu Gly Asp Leu 
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Gly He Val Glu Lys Thr Cys Ala Thr Asp Leu Gin Thr Lys Ala Asp 
20 25 30 

Arg Leu Ala Gin Met Ser He Cys Ser Ser Leu Xaa Xaa Lys Phe Pro 
35 40 45 

Lys Leu Xaa He He Gly Glu Glu Asp Leu Pro Ser Glu Glu Val Asp 

50 55 60 

Gin Glu Leu He Glu Asp Xaa 
65 10 
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(2) INFORMATION FOR SEQ ID NO: 514: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

<U) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(B> LOCATION: -21. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq LEMLXAFA3HIXA/RD 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 514: 



Met Arg Glv Ala His Leu Thr Ala Leu Glu Met Leu Xaa Ala Phe Ala 

-20 " -15 -10 

Ser His He Xaa Ala Arg Asp Ala Ala Gly Ser Gly 
-5 1 5 



(2) INFORMATION FOR SEQ ID NO: 515: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 141 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN" 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Hoxo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

{ix ; FEATURE: 
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(A) NAME/KEY: sig^peptide 
(BJ LOCATION: - 139. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq FGLLHQLSQCVTS/LE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 515: 



Met Glu Val Gly Leu Pro 
-135 

Ser Pro Val Val Ala Thr 

-120 

Glu Arg Gly Glu Ala Val 
-105 

Phe Gly Glu Ser Ala Gly 
-90 

Val Glu Leu Gly Val lie 
-75 -70 

He His Phe Val Ser Gly 
-55 

Asp Xaa Val Asp Gly Leu 
-40 

Arg Gin Asn Leu Pro Gly 
-25 

Leu Leu His Gin Leu Ser 
-10 



Ala He Thr Leu Phe 
-130 

Thr Met Asp Gin Glu 
-115 

Ala Ala Ser Gly Xaa 
-100 

Gin Met Ser Asn Glu 
-85 

Gly Lys Lys Lys Lys 
-65 

Glu Thr Met Glu Glu 
-50 

Glu Lys Xaa Met Phe 
-35 

Val Pro Thr Tyr Gly 
-20 

Gin Cys Val Thr Ser 

-5 



Leu Thr Ser Ala Ser 
-125 

Pro Val Gly Gly Val 
-110 

Ala Ala Ala Ala Ala 
-95 

Arg Gly Phe Glu Asn 
-80 

Val Pro Arg Arg Val 

-60 

Tyr Ser Thr Asp Glu 
-45 

Cys Leu Leu Leu He 
-30 

Phe Thr Cys Phe Gly 
-15 

Leu Glu 
1 



(2} INFORMATION FOR SEQ ID NO: 516: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5V amino acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -43..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 6.1 

seq SAATLASLGGTSS/RR 

[xi} SEQUENCE DESCR L L'T T ON : SEQ ID NO: 516: 



PC17IB98/01232 
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Met Lys Glu Leu Glu Arg Gin Gin Lys Glu Val Glu Glu Arg Pro Glu 
-.JO -35 -30 

Lys Asp Phe Thr Glu Lys Gly Ser Arg Asn Met Pro Gly Leu Ser Ala 
-25 -20 -15 

Ala Thr Leu Ala Ser Leu Gly Gly Thr Ser Ser Arg Arg Gly Ser Gly 
-10 -5 1 5 

Asp Thr Ser lie Ser lie Asp Fro Glu 
10 



(2) INFORMATION FOR SEQ ID NO: 517: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 92 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -21..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.1 

seq VLVILCIVTVCVT/IV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 517: 



Met Ser Met Giy Phe Met Met Leu Val Leu Val He Leu Cys He Val 

-20 -15 -10 

Th*- Val Cys Val Thr lie Val Cys Thr Tyr Phe Leu Leu Asn Ala Glu 

-5 - 1 5 10 

Asp Tyr Arg Trp Gin Trp Thr Ser Phe Leu Ser Ala Ala Ser Thr Ala 

15 20 25 

He Tyr Val Tvr Met Tyr Ser Phe Tyr Tyr Tyr Phe Phe Lys Thr Lys 

30 " 35 40 

Met Tvr Gly Leu Phe Gin Thr Ser Phe Tyr Phe Gly Tyr Met Ala Val 

45 50 55 

Phe Ser Thr Ala Leu Gly He Met Cys Gly Ala lie 

60 65 70 



;2) INFORMATION FOR SEQ *') NO: 518: 



(ij SEQUENCE CHARACTERISTICS: 

;.-.) LENGTH: 113 amino acids 



WO 99/06550 



484 



PCT71B98/01232 



(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -70.. -1 

{C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6 

seq LLFPLTLVRSFWS/DM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 518: 

Met Met Glu Leu Xaa Leu Lys Xaa Xaa Thr Lys Xaa Glu Xaa Glu Ser 
_70 "65 -60 -55 

Ala Cys Thr Glu Ala Tyr Ser Gin Ser Asp Glu Gin Tyr Ala Cys His 
-50 "45 -40 

Leu Gly Cys Gin Asn Gin Leu Pro Phe Ala Glu Leu Arg Gin Glu Gin 
-35 -30 -25 

Leu Met Ser Leu Met Pro Lys Met His Leu Leu Phe Pro Leu Thr Leu 
-20 -15 -10 

Val Arg Ser Phe Trp Ser Asp Met Met Asp Ser Ala Gin Ser Phe Xaa 
-5 1 5 10 

Thr Se- Ser T-p Thr Phe Tyr Leu Gin Ala Asp Xaa Gly Xaa lie Val 
15 20 25 

lie Xaa Gin Ser Lys Pro Glu He Gin Tyr Ala Pro His Leu Glu Gin 
30 35 40 

Glu 



(2} INFORMATION FOR SEQ ID NO: 519: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 amino acids 

(B) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(r) TISSUE TYPE : Normal prostate 

(ix) FEATURE: 

(A) NAME/ KEY: sig^peptide 
(3) LOCATION: -24..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 



WO 99/06550 ^ PCI71B98/01232 

(D) OTKER INFORMATION; score 6 

seq GLILLFASHLINQ/FS 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 519: 



Met Val Ser Asn Ala Ser Glu Thr Ser Cys Leu Gly Leu lie Leu Leu 
-20 -15 -10 

Phe Ala Ser His Leu He Asn Gin Phe Ser Ser 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 520: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 12 4 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -7 3..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq LIVFISVCTALLA/EG 

(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 520; 



Met Pro Arg Lys Arg Lys Cys Asp Leu Arg Ala Val Arg Val Gly Leu 
-70 -65 -60 

Leu Leu Gly Gly Gly GLy Val Tyr Gly Ser Arg Phe Arg Phe Thr Phe 
— 55 -50 -45 

Pro Giy Cys Arg Ala Leu Ser Pro Trp Arg Val Arg Xaa Gin Arg Arg 
-40 -35 -30 

Arg Cys Glu Met Ser Thr Met Phe Ala Asp Thr Leu Leu He Val Phe 
-25 -20 -15 -10 

He Ser Val Cys Thr Ala Leu Leu Ala Glu Gly lie Thr Trp Val Leu 
-5 1 5 

Val Tyr Arg Thr Asp Lys Tyr Lys Arg Leu Lys Ala Glu Val Glu Lys 
10 15 20 

Gin Ser Lys Lys Tyr Leu Met Val Glu Trp Trp Gin Xaa Phe Leu Phe 

25 30 35 

Tyr Pro Ser Phe Leu Xa.^ Pro Lys Xaa Val Ser Ser 

4G 4b 50 
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(2) INFORMATION FOR SEQ ID NO: 521: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 106 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li f MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

<F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -23.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq LGAAALALLLANT/DV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 521: 



Met Gly Met Trp Ser He Gly Ala Gly Ala Leu Gly Ala Ala Ala Leu 
-20 -15 -10 

Ala Leu Leu Leu Ala Asn Thr Asp Val Phe Leu Ser Lys Pro Gin Lys 
-5 15 

Ala Ala Leu Glu Tyr Leu Glu Asp He Asp Leu Lys Thr Leu Glu Lys 
10 15 20 25 

Glu Pro Arg Thr Phe Lys Ala Lys Glu Leu Trp Glu Lys Asn Gly Ala 
30 35 40 

Val He Met Ala Val Arg Arg Pro Gly Cys Phe Leu Cys Arg Glu Glu 
45 50 55 

Ala Ala Asp Leu Ser Ser Leu Lys Ser Met Leu Asp Gin Leu Gly Val 
60 65 70 



Pro Leu Tyr Ala Val Val Lys Glu Gin Arg 
75 80 



(2) INFORMATION FOR SEQ ID NO: 522: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 59 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

< ii ) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Hypertrophic prostate 
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(ixl FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -31 ..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq LPLLLVANAGTAA/VG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 522: 



Met Asp Val Ala Phe Leu Glu Xaa Leu lie Lys Asp Asp He Glu Arg 
-30 "25 "20 

Gly Arg Leu Pro Leu Leu Leu Val Ala Asa Ala Gly Thr Ala Ala Val 
-15 -10 "5 1 

Glv His Thr Asp Lys He Gly Arg Leu Lys Glu Leu Cys Glu Gin Tyr 
5 10 15 

Gly He Trp Leu His Val Glu Gly Val Asn 

20 25 



(2) INFORMATION FOR SEQ ID NO: 523: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(lx) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -16.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.8 

seq LFNLLWLALACSP/VW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 523: 

H ^ Thr Leu Phe Asn Leu Leu Trp Leu Ala Leu Ala Cys Ser Pro 

-15 -10 "5 

Vai Trp 



(2! INFORMATION FOR SEQ ID NO: 524: 

(ii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 39 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
{ B ) LOCATION: -33.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.B 

seq FICLQWALPHSEA/GD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 524: 



Met Asn Ala Gin Pro Gly Leu Xaa Leu Asp Cys lie Thr Arg Phe Leu 
-30 -25 -20 

Thr Xaa Gly Gin Phe He Cys Leu Gin Trp Ala Leu Pro His Ser Glu 
-15 -10 "5 

Ala Gly A5p Phe Glu Ala Lys 
1 5 



(2) INFORMATION FOR SEQ ID NO: 525: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 7 8 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Normal prostate 

Ux] FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -69.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq LCRLLCLVRLFCC/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 525: 



Met Gly Lys Glu Trp Gly Trp Gin Glu Met Glu Asn Gly Gly Ala Ala 

-65 -60 -55 

Pro Ala Trp Gly Ala Gly Pro Pro Val His Pro Ala Pro Pro Pro Val 

-50 -45 -40 

Glu Lys Thr Leu Ser Trp Gly Cys Gly Phe Gly Leu His Ser Gly Phe 
-35 "30 -25 

Gly Gly Ser Gly Gly Gly Val Gly Leu Cys Arg Leu Leu Cys Leu Val 
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-20 -15 -io 

Arg Leu Phe Cys Cys Ser Ser lie Leu Tyr Gin Arg Gin Lys 
-5 1 S 



(2) INFORMATION FOR SEQ ID NO: 526: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/ KEY : sigjpeptide 

(B) LOCATION: -29. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.7 

seq AALLLTATVRLSA/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 52 6: 



Met Ala Ala Pro Ser Gly Gly Trp Asn Gly Val Gly Ala Ser Leu Trp 

-25 -20 -is 

Ala Ala Leu Leu Leu Thr Ala Thr Val Arg Leu Ser Ala Ser Pro Gly 

-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 527: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 130 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
<B) LOCATION: -48 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq LLLFFGKLLVVGG/VG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 527: 
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Met lie Ala lie Tyr Gly Lys Asn Phe Cys Val Ser Ala Lys Asn Ala 
-45 -40 -35 

Phe Met Leu Leu Met Arg Asn lie Val Arg Val Val Val Leu Asp Lys 
-30 -25 -20 

Val Thr Asp Leu Leu Leu Phe Phe Gly Lys Leu Leu Val Val Gly Gly 
-15 -10 "5 

Val Gly Val Leu Ser Phe Phe Phe Phe Scr Gly Arg lie Pro Gly Leu 
15 10 15 

Gly Lys Asp Phe Lys Ser Pro His Leu Asn Tyr Tyr Trp Leu Pro Xaa 
20 25 30 

Met Thr Ser He Leu Gly Ala Tyr Val He Ala Ser Gly Phe Phe Ser 
35 40 45 

Val Phe Gly Met Cys Val Asp Thr Leu Phe Leu Cys Phe Leu Glu Asp 
50 55 60 

Leu Glu Arg Thr Tnr Ala Pro Trp Thr Ala Leu Leu His Val Gin Glu 
65 70 75 80 

Leu Leu 



(2) INFORMATION FOR SEQ ID NO: 528: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 96 amino acids 

(B) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -91..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.7 

seq SVLELIVASVCQS/HI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 528: 



Men Glu Arg Asn Cys Lys Gly Ser Phe Gly Val He Lys Glu Gly Asp 
-90 ' -85 -30 

Thr Asd Thr Xaa Glu Thr Lys Ala Arg Arg Thr Val Trp Glu Pro Arg 
-75 * -70 -65 -60 

Glv Arg Tyr Ser ?ne Arg Xaa Thr Pro Arg Pro Ala Tyr Pro Val Glu 
-55 -50 -45 
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Gin Cys Gly Phe Ala Arg Arg Ala Leu Glu Leu Leu Glu lie Arg Lys 
-40 -35 -30 

His Ser Pro Glu Val Cys Glu Pro Pro Asn He Pro Val Thr Ser Val 
-25 -20 -15 

Leu Glu Leu He Val Ala Ser Val Cys Gin Ser His lie Arg Thr Thr 
-10 -5 1 5 



(2) INFORMATION FOR SEQ ID NO: 529: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 93 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ f ) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION : -66.. -1 

(C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.7 

seq LYMLAEALPVSHG/AH 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 529: 



Met Phe Val Glu Tyr Arg Lys Gin Leu Lys Leu Leu Leu Asp Arg Leu 
-65 -60 "55 

Ala Gin Val Ser Pro Glu Leu Leu Leu Ala Ser Val Arg Arg Val Phe 
_50 -45 -40 -35 

Se- S-r Thr L-u Gin Asn Trp Gin Thr Thr Arg Phe Met Glu Val Glu 
-30 -25 -20 

Val Ala He Arg Leu Leu Tyr Met Leu Ala Glu Ala Leu Pro Val Ser 
-15 -10 -5 

His GW Ala His Phe Ser Gly Asp Val Ser Lys Ala Ser Ala Leu Gin 
1 5 10 

Asp M-t Met Arg Thr Leu Val Thr Ser Gly Val Ser Gly 
15 20 25 



(2; INFORMATION FOR SEQ ID NO: 530: 

(i) SEQUENCE CHARACTERISTICS: 

;.V; LENGTH: 2 3 amino acids 
; TYPE: AMINO ACID 
iZ) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq IIFLIQWHGSVFQ/EF 

{xi> SEQUENCE DESCRIPTION: SEQ ID NO: 530: 

Met Leu Leu Gly Thr Ser Asn He lie lie Phe Leu lie Gin Trp His 
-20 -10 

Gly Ser Val Phe Gin Glu Phe 

1 



(2) INFORMATION FOR SEQ ID NO: 531: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 

(B) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(BJ LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq AFVXACVLSLIST/IY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 531: 

M-t Xaa Asn Arg Phe Ala Thr Ala Phe Val Xaa Ala Cys Val Leu Ser 
-20 "15 " 10 " 5 

Leu He Ser Thr He Tyr Met Ala Ala Ser lie Gly Thr Asp Phe Trp 
1 5 10 

Tyr Glu Ty --g Ser Pro Val Gin Glu Asn Ser Ser Asp Leu Asn Lys 
15 ' 20 25 

Ser He Trp ksp GLu Leu 
30 



WO 99/06550 



493 



PCT/1B98/01232 



(2) INFORMATION FOR SEQ ID HO: 5 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 19 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

Ux) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -13..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 5.6 

seq MSLTSGFLRVSQG/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 532: 



Met Ser Leu Thr Ser Gly Phe Leu Arg Val Ser Gin Gly Ser Pro Asn 
-10 -5 1 

Lea Ser Gin 
5 



(2) INFORMATION FOR SEQ ID NO: 53 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 86 amino acids 

(B) TYPE: AMINO ACID 
{D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi") ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

[B) LOCATION: -63. .-1 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.6 

seq AIRTLESVTGILA/EQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 533: 



Met Ala Asn Phe Lys Gly His Ala Leu Pro Gly Ser Phe Phe Leu lie 

-60 -55 -50 

lie Gly Leu Cys Trp Ser Val Lys Tyr Pro Leu Lys Tyr Phe Ser His 

-45 " -40 -35 
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Thr Arg Lys Asn Ser Pro Leu His Tyr Tyr Gin Arg Leu Glu lie Val 
-30 "25 -20 

Glu Ala Ala lie Arg Thr Leu Phe Ser Val Thr Gly lie Leu Ala Glu 
-15 -10 ~ 5 1 

Gin Phe Val Pro Asp Gly Pro His Leu His Leu Tyr His Glu Asn His 
5 10 15 

Trp lie Lys Leu Met Asn 
20 



(2) INFORMATION FOR SEQ ID NO: 534: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -52. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq AG LL FG S LAGLGA / YQ 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 534: 



M-t Gin Asp Thr Gly Ser Val Val Pro Leu His Trp Phe Gly Phe Gly 
-50 "45 "40 

Tyr Ala Ala Leu Val Ala Ser Gly Gly He lie Gly Tyr Val Lys Ala 
-35 - -30 -25 



Gly 
-20 



Ser Val Pro Ser Leu Ala Ala Gly Leu Leu Phe Gly Ser Leu Ala 



-15 



-10 



-5 



Gly Leu Gly Ala Tyr Gin Leu Ser Gin Asp Pro Arg Asn Val Trp Val 



10 



Phe Leu Ala Thr Ser Gly Thr Leu Ala 
15 20 



(2) INFORMATION FOR SEQ ID NO: 535: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 7 amino acids 

(B) TYPE: AMINO ACID 
CD] TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -35. . -1 

(CI IDENTIFICATION METHOD : Von Heijne matrix 
(D) OTHER INFORMATION: score 5.4 

seq CCALLTSLXCIWG/PA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 535: 



Met Glu Xaa Gly Leu Lys Ser Ala Asp Pro Arg Asp Gly Thr Gly Tyr 

-35 -30 -25 -20 

Thr Xaa Xaa Xaa Xaa Tyr Cys Cys Ala Leu Leu Thr Ser Leu Xaa Cys 

-15 -10 -5 

lie Trp Gly Pro Ala Tyr Leu Gin Leu Ala His Gly Tyr Val Lys 
15 10 



(2) INFORMATION FOR SEQ ID NO: 536: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 77 amino acids 

(B) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(ii] MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Nortaal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -42. .-I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq ITGVILLAVGIWG/KV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 536: 



Met Ala Ser Pro Ser Arg Arg Leu Gin Thr Lys Pro Val lie Thr Cys 

-40 -35 -30 

Phe Lys Ser Val Leu Leu lie Tyr Thr Phe lie Phe Trp He Thr Gly 

-25 -20 -15 

Val lie Leu Leu Ala Val Gly lie Trp Gly Lys Val Ser Leu Glu Asn 

-10 -5 1 5 

Tyr Phe Ser Leu Leu Asn Glu Lys Ala Thr Asn Val Pro Phe Val Leu 

1C " 15 20 
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lie Ala Thi Gly Thr Val He He Leu Leu Gly Thr Leu 
25 30 35 



(2) INFORMATION FOR SEQ ID NO: 537: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 89 amino acids 

(B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE; Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -67.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 5.2 

seq LSVSLLPCAGAWS/LL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 537; 



Met Phe Ser Arg Glu Leu Ala Pro Thr Arg lie Gly Gly Ala Ser Ser 

-65 -60 -55 

Gly Ser Arg Ser Gly Gly Thr Leu He Ser Thr Ala Pro Leu Thr Thr 

-50 -45 -40 

Arg Val Le ; J Asn Pro Thr Ala Gin Cys Phe Cys Leu Asp Cys Thr Leu 

-35 -30 -25 ' -20 

Arg Arg Met Gin Thr His Leu Ser Val Ser Leu Leu Pro Cys Ala Gly 

-15 -10 -5 

Ala Trp Ser Leu Leu Xaa Ser Lys Lys Val He Leu Pro Ser Cys Ser 

1 5 10 

Ser He Leu Xaa Thr Val Val Val He 

15 20 



(2) INFORMATION FOR SEQ ID NO: 5 38: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 54 amino acids 
(3) TYPE: AMINO ACID 
<DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Hypertrophic prostate 
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fix) FEATURE: 

<A] NAME/KEY: sig_peptide 

(B) LOCATION: -29. . -1 

(C) IDENTIFICATION METHOD: Von Heijae matrix 

(D) OTHER INFORMATION: score 5.1 

seq LLMLGVTLPNSYW/RV 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 538: 



Met Ser Met Ala Val Glu Thr Phe Gly Phe Phe Met Ala Thr Val Gly 

-25 -20 -15 

Leu Lea Met Leu Gly Val Thr Leu Pro Asn Ser Tyr Trp Arg Val Ser 

-10 -5 1 

Thr Val His Gly Asn Val lie Xaa Thr Asn Xaa He Phe Glu Asn Leu 

5 10 15 



Trp Phe Ser Ser Ala Gly 
20 25 



(2) INFORMATION FOR SEQ ID NO: 539: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 56 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
{ B ) LOCATION: -20..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5 

seq XFLXLXXLSXXWP/XD 

<xi) SEQUENCE DESCRIPTION : SEQ ID NO: 539: 



Met Glu Lys lie Pro Val Ser Xaa 

-20 -15 

Xaa Xaa Trp Pro Xaa Asp Thr Thr 
1 

Thr Lys Asp 3^r Arg Xaa Lys Leu 

15 20 



Phe Leu Xaa Leu Xaa Xaa Leu Ser 
-10 -5 

Val Lys Pro Gly Ala Xaa Lys Asp 
5 10 

Pro Gin Thr Leu Ser Arg Gly Trp 
25 



Gly Asp Gin Leu He Trp Thr Arg 

3 0 3 5 
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(2) INFORMATION FOR SEQ ID NO: 54 0; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 8 5 amino acids 
(fj> TYPE: AMINO ACID 
( D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(IX) FEATURE: 

(A) NAME/ KEY* : sig_peptide 

(B) LOCATION: -67.*.-! 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq LILERPLVPSAEA/3G 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 540: 



Met Hl.s Ser Ai.a Glu Glu Pre Leu Xaa Leu Ala Ala Leu Arg Gly Ala 
-G5 -60 -55 

Arg Gly His Leu Pro Cys Gly Ser Arg His His Val Gly Ser I.e<: Ala 
-50 -45 -40 

Pro Ala Ser Val Pro Ala Pro Gly Ala Cys Leu Trp Val Cys Glu Tip 
-35 -30 ' -25 -20 

Glu Thr Leu Leu Pro Gly Leu lie Leu Glu Arg Pro Leu Val Pro Ser 
-IS -10 -5 

Ala Glu Ala Ser Gly Ala Giy Lys Leu Ser Arg Lys Glu Ala Leu Leu 
1 5 10 

Ser Asn Tyr Ala Leu 

15 



(2) INFORMATION FOR SEQ ID NO: 541: 

U) SEQUENCE CHARACTERISTICS: 

:A) LENGTH: 50 amino acids 
'3> TYPE : AMINO ACID 
ID) TOPOLOGY: LINEAR 

fii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

;.A) ORGANISM: Homo Sapiens 

IF) TISSUE TYPE: Hypertrophic prostate 

(ix) FEP.TURE: 

■A) NAME /KEY: sig peptide 
!2) LOCATION: -437.-1 

;n IDENTIFICATION METHOD: Vor. He line matrix 
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ID) OTHER INFORMATION: scoce 4.9 

seq GLWLALVDGLVRX/AP 

!:■:-< SEQUENCE DESCRIPTION: SEQ ID NO: 541: 



Met AI-ji Civ Gin Phe Arg Ser Tyr 
-40 

oer Gin I i -=> Val Leu Met Gin Thr 

Tip Lfej Ala Leu Val Asp Gly Leu 

-n -5 

Xaa Gly 



Val Trp Asp Pro Leu Leu lie Leu 
-35 -30 

Val Tyr Tyr Gly Ser Leu Gly Leu 
-15 

Val Arg Xaa Ala Pro Arg Tr:> lie 

1 " 5 



(2) INFORMATION FOR SEQ ID NO: 542: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amino acids 
(3) TYPE; AMINO ACID 
(D) TOPOLOGY: LINEAR 

(12) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION; -78. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
O) OTHER INFORMATION: score 4.9 ' 

seq VGAVFGLTTCISA/KV 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 542; 



Met Ala Pro Lys Val Phe Arg Gin Tyr Trp Aso lie Pro Asp Glv Thr 
~ 75 -70 * -65 

Asp Cys His Arg Lys Ala Tyr Ser Thr Thr Ser lie Ala Ser Val A 1 a 
-oC - 55 _ 5Q 

Gly Leu Thr Ala Ala Ala Tyr Arg Val Thr Leu Asn Pro Pro Gly Th- 
-15 -40 -35 

Phe L-u Glu Gly Val Ala Lys Val Gly Gin Tvr Th- Dh= Thr Al= A 1 a 
" 30 -25 -20 " ~ _ 15 

Ala Vai G LY Ala Val Pne Gly Leu Thr Thr Cys lie Ser Ala His Val 
-10 - 5 x 

Arg GIj Lys Pro Asp Asp Pro Leu Asn Arg 
5 10 
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('/) INFORMATION FOR SEQ ID NO: 54 3: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 22 amino acids 
(E) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: PROTEIN 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Cancerous prostate 



(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : -18 . . -1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4.9 

seq WLQVLPVILLLLG/V? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 543: 



Met Ala Ala Ala Ala Trp Leu Gin Val Leu Pro Val lie Leu Leu Leu 
-15 -10 "5 

Leu Gly Val Pro Pro Ser 
1 



(2) INFORMATION FOR SEQ ID NO: 544: 

(l) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 41 amino acids 

(B) TYPE: AMINO ACID 
( D } TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vil ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -37.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq LLILDMNVLYTDA/S E? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 544: 



M»t ^lu T le Tyr Phe lie Phe Cys He He Val Pro lie Ala Ala Ala 
1 3 5 -30 -25 



Thr Val "yr Lys Ser Tro Cys Leu Leu Leu He Leu Asp Met Acn Val 
-20 " -15 -10 
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Leu Tyr Thr Asc Ala Ser Pro Leu Gly 
-5 1 



(2; INFORMATION FOR SEQ ID NO: 545: 

(i) SEQUENCI CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -31.. -1 

/ c } IDENTIFICATION METHOD: Von Heijne matrix 
([)) OTHER INFORMATION: score 4.8 

seq VLLAIGMFFTAWF/FV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 545: 



Met S-r Arg Ty- Thr Ser Pro Val Asn Pro Ala Val Phe Pro His Leu 
-3C -25 -20 

Thr Val Val Leu Leu Ala lie Gly Met Phe Phe Thr Ala Trp Phe Phe 

-15 -10 "5 1 

Val - Glu Val Thr Ser Thr Lys Tyr Thr Arg Asp He Tyr Lys Giu 
3 10 15 



Leu Gin 



(2) INFORMATION FOR SEQ ID NO: 54 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 38 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -35.. -1 

■Ci IDENTIFICATION METHOD: Von Hei;jne matrix 
(D) OTHER INFORMATION: score 4.5 

seq LMLSSSLPLLIWL/KD 
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Met Arg Leu Ala 
-35 

Arg Arg leu Lys 
lie Trp Leu Lys 



Ala Giu Ala His 
-30 

Pro Phe L-2U Ket 
-15 

Asp Arg 



Pro Gly Arg Thr 
-25 

Leu Ser Ser Ser 
-10 



His Thr Leu Phe 
-20 

Lea Pro Uu Leu 
-5 



(2) INFORMATION' FOR SEQ ID MO: 547: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 55 amino acids 
[3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(iij MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(3) LOCATION: -3 9..- I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq IILFSAIVGFIYG/YV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 547: 



Met Leu Giu His Leu Xaa Ser Leu Pro Thr Gin Met Asp Tyr Lys Gly 

-35 -30 -25 

Gin Lys Leu Aia Xaa Gin Met Phe Gin Gly lie lie Leu Phe Ser Ala 
-20 -15 -10 

He Val Gly Phe He Tyr Gly Tyr Val Ala Glu Gin Phe Gly Trp Thr 
-5 1 5 



Val Tyr He Val Met Ala Gly 
10 15 



(2) INFORMATION FOR SEQ ID MO: 54 3: 

<i) SEQUENCE, CHARACTERISTICS: 

(A) LENGTH: 19 amino acids 
O) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE : Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : 5 ig peptic* 

(B) LOCATION : - 1 o " . - 1 

(C) IDENTIFICATION METHOD: Vor. Hei-jne matrix 

(D) OTHER INFORMATION : sjore 4.3 

seq SKVTFCSF3NVLG/FD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 548: 



Met Glu Tyr Ser Lys Val Leu ?hc Cy:, Ser Ser Asn Val Leu Gly 

-15 -10 -5 

Phe Asp Tyr 
1 



(2) INFORMATION FOR SEQ ID NO: 54 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 6C amino acids 

(B) TYPE: AMINO ACID 
{ D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Prostate 

(ix) FEATURE : 

(A) NAME /KEY : 5ig_peptide 
;B) LOCATION: -2 6. .-1 

CO IDENTIFICATION METHOD: Von Heijnc matrix 
(D) OTHER INFORMATION: score 4.7 

seq LIMQLGSVLLTRC/PF 

[xi") SEQUENCE DESCRIPTION: SEQ T D NO: 54 9: 



Met Ala Ser Lys lie Gly Ser Arg Arg Tip M~t Leu Gin Lea He Met 



-20 



-15 



Gin Leu Gly Ser Val Leu Leu Thr Arg Cys ?ro Phe Trp Gly Cys Phe 
-10 -5 1 5 

Ser Gin Leu Met Leu Tyr Ala Glu Arg Ala Glu Ala Arg Arg Lya Pro 
10 15 20 



Asp lie Pro Val Pro Tyr Leu Tyr Phe Asp Ser Glv 
25 * 30 



(2: INFORMATION FOR SEQ ID NO: 550: 
(I) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 7 9 arni:to acids 
(3) TYPE: AMINO ACID 
(D> TOPOLOGY: LINEAR 

(ii) KOLECITLE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

([•") TISSUE TYPE: Normal prostate 

(u) FEATURE: 

(A) NAME/KEY: sig_pepticie 
<B} LOCATION: -52. .-1 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

(D) OTHER INFORMATION : score 4.7 

seq LGLALGRLEGGSA/RH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 550: 



Met Giu His Tyr Arg Lys Ala Gly Ser Val Glu Leu Pro Ala Pro Ser 
-50 -45 -40 

Pro Met Pro Gin Leu Pre Pro Asp Thr Leu Glu Met Arg Val Arg Asp 
-35 -30 ' -25 

Gly Ser Ly.s He Arg Asn Lea Leu Gly Leu Ala Leu Gly Arg Leu Glu 
-20 -15 -10 -5 

Gly Gly Ser Ala Arg His Val Val Phe Ser Gly Ser Gly Arg Ala Ala 
1 5 10 

Giy Lys Ala Val Ser Cys Ala Glu lie Val Lys Arg Arg Val Pro 
15 20 " 25 



(2) INFORMATION FOR SEQ ID NO: 551: 

(i) SEQUENCE CHARACTERISTICS: 

•A) LENGTH: 7 3 amino acids 
(3) TYPE: AMINO ACID 
(D> TOPCLOGY: LINEAR 



(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;F) TISSUE TYPE: Hypertrophic prostate 

(lx) FEATURE: 

(A) NAME /KEY : sig^peptid? 
(13) LOCATION : -26. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
;C) OTHER INFORMATION: s-ore 4.6 

seq LIALTCLDGTTVS/AE 

(xi ) SEQUENCE DESCRIPTION: SEO ID NO : 551: 



Met Aan Ala Leu Met Val Lou Phe Asn W. Thr Val Val Leu He Ala 
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Lea Thr c;ys Leu Asp Gly Thr Tnr VaL Ser Ala Glu Met Ala Thr Met 
-13 ~- 1 5 

Thr Met Gly Cys Phe Hio Gin Val Glu Asn Arg Val Lys lie Leu Met 
10 15 20 

Ser Val Gly Pro Gly Gly Thr Ala Val Pro Met lie Pro Phe Ala Ser 
25 30 35 

lie Trp Met Ala Asp Met lie Xaa Asp 
40 45 



(2) INFORMATION FOR SEQ ID NO: 552: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 9 ammo acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/ KEY: sig_peptide 

(B) LOCATION: -45 . .-1 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq VLVYLVTAERVWS/DD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 552: 



Met Asn Trp Ser lie Phe Glu Gly Leu Leu Ser Gly Val Asn Lys Tyr 
-45 -40 -35 * -30 

Ser Thr Ala Phe Gly Arg He Tip Leu Ser Leu Val Phe He Phe Arg 
-25 -20 -15 

Val Leu Val Tyr Leu Val Thr Ala Glu Arg Val Trp Ser Asp Asp His 
-10 -5 1 



Lvs 



[2] INFORMATION FOR SEQ ID NO: 553: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 53 amino acids 

( B) TYPE: AMINO ACID 
(D; TOPOLOGY: LINEAR 



(ill MOLECULE TYPE: PROTEIN 



WO 99/06550 



506 



PCTAB98/01232 



(vi) ORIGINAL SOURCE: 

(A) ORGANISE-! : Hone Sapiens 
(F) TISSUB TYPK: Prostate 

(lx) FEATURE: 

(A) NAME/ KEY : sig_pe?tide 

(B) LOCATIDM: -16. . -1 

(C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER I M FORMAT ION : score 4.5 

coq SLFI YI FXTC3NT /S ? 

[xi) SEQUENCE DESCRIPTION: SEQ ID NO: 553: 



Met He He Ser Leu Phe I Le Tyr lie Phe Xaa Thr Cys Ser Asn Thr 
-15 -10 -5 

Ser Pro Ser Tyr Gin Ada Thr Gl:i Ltsu Gly Leu Gly Leu Fro Ser Ala 
15 10 15 

Gin Trp Trp Pro Leu Thr Gly Arg Arg Met Gin Cys Cys Arg Leu Phe 
20 '25 ' 30 

Cys Phe Xaa Leu Gin. 
35 



(2) INFORMATION FOR SEO ID NO: 554: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(1K-) FEATURE: 

(A) NAME /KEY : sig_peptide 
(BJ LOCATION: -16. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.4 

seq LNSLSALAELAVG/SR 

(XI) SEQUENCE DESCRIPTION: SF.Q ID NO: 554: 



Met Phe Arg Leu Asn Ser Leu Ser Ala Leu Ala Glu Leu Ala Vai Gly 

-15 -10 -5 

3-r Arg Trp Tyr His Gly Gly Ser Gin ?ro He Gin He Arg Arg Arg 
15 10 15 



!2i INFORMATION FOR SEQ ID MC : 55S: 
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( i ) sequence character i stics : 

(A) LENGTH: 4 4 arrino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

Ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Hone Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

!ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION : -1*7 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq TLRTWLCCAGSWA/VE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 555: 



Met Thr Ala Giy Thr Leu Arg Thr 
-15 -10 

Ala Vai Glu Leu Pro Aia Glu Pro 
1 5 

Ser Arg Lys Arg Ala Lys Cly Leu 

20 



Trp Leu Cys Cys Ala Gly Ser Trp 
-5 

Leu Val Val Phe Cys Kaa Ser Thr 

10 15 

He Gin Ser Val 
25 



(2) INFORMATION FOR SEQ ID NO: 556: 

(i} SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 26 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vr) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig peptide 

( B) LOCATION: -247.-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.3 

seq RLLVILCVSVKAG/ST 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 556: 



Met Leu Gly Arg Pro Cys Phe i-is Ser Pro Gin Arg Leu Leu Val lit 
-20 -15 -10 

Leu Cys Vai Ser Val Lys Ala Gly S^r Thr 
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(2) INFORMATION TOR SEQ ID NO: 55 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 amino acids 

(B) TYFE1: AMINO ACID 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYIE : PROTEIN 

fvi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) HAKE /KEY: sig_peptide 

(E) LOCATION: -2 8..-1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 

(C) OTHER INFORMATION: score 4.2 

seq LQFVLPVATQIQQ/EV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 557: 



Kct Asp Glu Ala Arg Asp Asn Ala 
-25 

Gin Phe Val Lea Pro Val. Ala Thr 

-10 -5 



Cys Asn Asp Met Gly Lys Met Leu 
-20 -15 

Gin lie Gin Gin Glu Val lie Lys 

1 



(2) INFORMATION FOR SEQ ID NO: 558: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amno acids 
(8) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_pe?tice 

(B) LOCATION: -21 . - -1 

tC) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.2 

seq LCALGSAPSSMWA/GE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 558: 



Met Ser Pre lie Ser He Arg Glu Leu Cys Ala Leu Gly Ser Ala Pro 
-20 -15 -10 

Ser Ser Met Trp Ala Gly Glu 
-5 1 
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(2) INFORMATION FOR SEQ ID NO: 55^: 

(i) SEQUENCE CHARACTERISTIC: 

(A) LENGTH : 69 amino acids 
( 8 } TYPE : AM I WO A" 7 IT 
(D) TOPOLOGY: LINEAR 

(n ) MOLECULE TYPE: PROTEIN 

(vi } ORIGINAL SOURCE: 

(A) ORGAN ISM: Homo Sapiens 

(F) TISSUE TYPE: Norrral prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -13 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq MTDLLSASPWALT/IV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 559: 



Met: Thr Asp Leu Leu Ser Ala Ser Pro Trp Ala Lea Thr lie Val Ser 
-10 -5 * 1 

Ser Glu Leu His Leu Ala Pro Ser Met Thr Thr Val Asp Gin Leu Glu 
5 10 15 

Ser Gin Val Asp Asn Val He Leu Gin Thr Gly Glu Ser Ala Ser Glu 
20 25 30 35 

Cys Phe Cys Leu Gin Cys Pro Ser Leu Gly Asn He Glu Gly Gly Val 
4 0 4 5 5 0 

Ala Thr Gly His Xaa 
55 



(2) INFORMATION FOR SEQ ID NO: bCO: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 7 0 amiivo acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Nor::;al prostate 

(ix) FEATURE: 

(A) NAME /KEY: sig_p-::ptid2 
(3) LOCATION: -2 6. . - 1 

(C) IDENTIFICATION METHOD: Vcr. Heijr.e matrix 
( 0 ) OTHER INFORMAL ION: score 4.2 



PCTAB98/01232 
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jec LTCGPALVFRLWA/TC 

(XI) SEQUENCE DESCRIPTION: Si:g 10 NO: 560: 

Met 3-- Tr? Ser Gly Leu Leu His Sly L^u Asr. Thr Ser Leu Thr Cys 

-25 ' - 20 " 15 

Gly Pro Ala Leu Val Pro Arg Leu Trp Ala Thr Cys Ser Met Ala Thr 
-10 " 5 1 



Leu Asn Gin Met His Arg Leu Cly Pro L'ro Lys Arg Pro Pro Arg Lys 
10 15 20 

Leu Gly Pro Thr Glu Gly Arg Pro Gin Leu Lys Gly Val Val Leu Cys 
25 30 35 

Thr Phe Thr Arg Asn Arg 
40 



(2! INFORMATION FOR SEQ ID NO: d61: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 6~7 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN' 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix] FEATURE : 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -23.. -1 

CO IDENTIFICATION METHOD: Vcn Heijne matrix 
(0) OTHER INFORMATION : score 4.1 

seq LEAFSQAI SAIQA/ LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 561: 

Ala Asp Val He Asn Val Ser Val Asn Leu Glu Ala Phe Ser Gin 
-20 -15 " 10 

II- S-r Ai- He Gin Ala Leu Arg Ser Ser Val Ser Arg Val Phe 
-5 1 5 

Asp Cys Leu Lys Asp Gly Met Arc Asn Lys Glu Thr Leu Glu Gly Arg 
' !0 15 20 

ru Lvs Ala Pha He Ala His Phe Sin Asp Asn Leu His Ser Val Asn 
"30 35 40 



Arg Asp Pro 
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(2) INFORMATION FOR SEO ID NO: 5 62: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 7 7 amino acids 

(B) TY ??■ : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

■ ?.) ORGANISM: Mono Sapiens 

;F) TISSUE TYPE : Cancerous prostate 

;ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

LOCATION: -32. .-1 
JC) IDENTIFICATION METHOD: Von Heijne matrix 
fD'i OTHER INFORMATION: score 4.1 

seq RLLSSLLLTMSNN/NP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 562: 

Met Asn Va 1 He Asp His Val Arc Asp Met Ala Ala Ala Gly Leu His 
-30 "25 -20 

Se- Asn Val A-g Leu Leu Ser Ser Leu Leu Leu Thr Met Ser Asn Asn 
' -15 -10 " 5 

Asn Pro Glu Leu Phe Ser Pro Pro Gin Lys Tyr Gin Leu Leu Val Tyr 
1 5 10 13 

His Ala Aso Ser Leu Phe His Asp Lys Glu Tyr Arg Asn Ala Val Ser 
~ 2G 25 30 

Lys Tyr Thr Met Ala Leu Gin Gin Lys Lys Ala Leu Ser 
3 5 4 0 4 5 



(2) INFORMATION FOR SEQ ID NO: Db3: 

(l) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 2 4 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 

[?} TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

{?.) NAME /KEY: siq_peptide 
(3) LOCATION: -16 . . -1 

(CI IDENTIFICATION METHOD: Von Heijne matrix 
'C' OTHER INFORMATION: score 4.1 

seq ACLAWTAVRPSAC/CH 

{ x • \ SEQUENCE" DESCRIPTION: SEQ ID NO: 563: 
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Met Thr Ser Ala Cys Leu Ala l'rp Thr Ala Val Arg Pro Ser Ala Cys 
-15 -IC " -5 

Cys His Pro Gin Ser Ala Asr. Trp 

1 5 



(2) INFORMATION FOR SEQ ID NO: 564: 

(l) SEQUENCE CHARACTER KI5J TICS: 

(A) LENGTH: 7 7 amino acids 
{ 3) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Horro Sapiens 

IF) TISSUE TYPE: hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(3) LOCATION: -55..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

seq VFGMSSSSGASNS/AP 

(xi} SEQUENCE DESCRIPTION: SEQ ID NO: 564: 



Met Asn Glv Ser Arg Thr Leu Thr 
-55 -50 

Gin Gly Gly Gin Ser Asn Ser Glu 
-35 

Ala Pro Ala Gin Val Pro Gir. Gly 
-20 

Ser Ser Gly Ala Ser Asn Ser Ala 

-5 1 

Ser Lys Gly Thr Ser Ser Leu Ser 
10 15 



His Ser He Ser Asp Gly Gin Leu 
-45 -40 

Leu Phe Gin Gin Glu Xaa Gin Thr 
-3C -25 

Phe Asn Val Phe Gly Met Ser Ser 
-15 -10 

Pro His Leu Gly Phe His Leu Gly 
5 

Gin Gin Thr Pro Gly 
20 



(2; INFORMATION FOR SEQ ID MO: 5 65: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 7 amino acids 
(3) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A; ORGANISM: Hc-:ao Sapiens 
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(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

{A} NAME/ KEY : sic; peptide 
(BJ LOCATION : -1G. . -1 

(C) IDENTIFICATION METHOD: Von Heijnc matrix 

(D) OTHER INFORMATION: score 4 

seq FFLFLSFVLMYDG/LR 



(xi) SEQUENCE DESCRIPTION: 



Met Leu Gly Phe 
-15 

Leu Arg Leu Pne 
1 

Asa Gin Phe Leu 

20 



Phe Leu Phe Leu 

-10 

Gly lie Leu 3er 

5 

lie Asp lie Ser 



SEQ ID NO: 565: 



Lys Leu Ser lie 
-15 

Ser Leu Asp Ala 
5 

Glu His Cys Ser 
20 



(2) INFORMATION FOR SEQ ID NO: 5 66: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4S antino acids 

(B) TYPE: AMINO AC I D 
(D) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
[?) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

[A) NAME /KEY: sig_peptide 
{B'l LOCATION: -2*7.. -1 

■C) IDENTIFICATION METHOD: Von Helens matrix 
{ D ) OTHER INFORMATION: score 4 

seq SIKVLLQSALSLG/RS 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 566: 



Met Met Glu Glu Arc Ala Asn Leu Met His Met Met 

-25 " -20 

Lys Val Leu Lei: Gin Ser Ala Leu Ser Leu Gly Arg 

-10 -5 1 

As d His Ala Pro Leu Gin Gin Phe Phe Val Val Met 

10 15 



(2) INFORMATION FOR SEQ IF) NO: 567: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 8 3 ,-mi::o acids 



Ser Phe Val Leu Met Tyr Asp Gly 
- 5 

Thr Cys Arg Val His His Thr Met 

10 15 

Ser Phe Thr Ser Arg Val Arg 

25 30 
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(11) TYPE: AMINO ACID 
(?.) TOPOLOGY: LINEAR 

(iij MOLECULE TYPE: PROTEIN 

[ vi ■ ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

i F 1 TISSUE TYPE: Normal prostate 

fi:<; FEATURE: 

(A) NAME/KEY: sig_pept ide 

(B) LOCATION: -11 . . -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq XIVSAALLAFVQT/HL 

(vi; SEQUENCE DESCRIPTION: SEQ ID NO: 557: 



Met Gl.'.i Lei: GLu Xaa lie Val Ser Ala Ala Leu Leu Ala Phe Val Gin 

-1: -10 -5 

Thr His Leu Pro Glu Ala Asp Leu Ser Gly Leu Asp Glu Val lie Phc 

1 5 10 15 

Ser Tyr Val Xaa Gly Val Leu Glu Asp Leu Gly Pro Ser Gly Pro Ser 

20 25 30 

Glu Glu Asr. Phe Asp Met Glu Ala Phe Thr Glu Met Met Glu Ala Xaa 

35 40 45 

Val Pro Gly Phe Ala His lie Pro Arg Gly Thr He Gly Xaa Met Met 

50 55 60 



(2) INFORMATION FOR SEQ ID NO: 556: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5 9 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

{ix; FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -2 6, .-1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq S LI PLFXFIGTGA/TG 

(v:i SEQUENCE DESCRIPTION: SEQ ID NO: 5 63: 
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Pro Leu Vr.c X,ui Z'r.o lie Gly Tnr Gly Ala Thr Gly Ala Thr L-j Ty: 

-10 ~5 1 5 

Leu Leu Arg Leu Ala Leu Phe Asn Pro Xaa Val Cys Tru Asp Arg Xaa 

10 15 20 

Asn Pre G.. u P:o Tru A^n Xaa Leu Gly Pro Glu 

2 r j ' 30 



(2) INFORMATION FOE< SEQ ID NO: 56 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 100 amino acids 
(5) TYPE: AMINO ACID 
( D } TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Hor.o Sapiens 

( F ) TISSUE TYPE: Cancerous proszate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
;3) LOCATION: -93. .-1 

(C) IDENTIFICATION METHOD: Von tfeijne matrix 

[D) OTHER INFORMATION: score 3.6 

s&q W7SLTCSLVVVDG/CG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 69: 



Met Val Lys Glu Thr Gin Tyr Tyr Asp He Leu Gly Val Lys Pre Ser 
-95 -90 * -85 

Ala Ser Pro Glu Arg Sor Arg Arg Pre He Gly Ser Trp Arc Ser Ser 
-80 -75 -70 

Thr Thr Arg Thr Arg Thr Arg Met Arg Ala Arg Ser Leu Asn Ser Tyr 
-65 -60 -55 

Fro Arg His Met Lys Cys Phe Gin. He Gin Arg Lys Gly Met Phe Met 
-50 -15 -40 -35 

Thr Lys Ala Glu Sor Arc Gin Xaa Lys Lys Glu Ala Gin Ala Ala Pro 
-30 -25 -20 

Ala Ser Leu His Pro Trp Thr Ser Leu Thr Cys Ser Leu Val Val Val 
-15 " -10 -5 

Asp Gly Cys Gly 
i 



importation for seq lo ;:r>: 5~?C: 
;-, i sequence chafa.;te?:stics: 
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(A; LENGTH: ill ammo acids 
(B: TYPE: AMINO ACID 
ID) TOPOLOGY; LINEAR 

liit MOLECULE TYPE: PROTEIN 

U.i ORIGINAL SOURCE: 

(AJ ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY; sig_pepride 
(3) LOCATION: -3G . . -1 

{".) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION ; score 3.8 

seq RALSTXLFGSIRG/AA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 570: 



Met Ala Asn Leu Phe lie Arg Lys Met Val Asn Pro Leu Leu Tvr L«u 
-35 -30 -25 

Ser Arg His Tnr Val Lys Pro Arg Ala Leu Ser Tar Xaa Leu ?ne Gly 
-20 " -15 -10 -5 

Ser He Arg Gly Ala Ala Pro Val Ala Val Glu Pro Gly Ala Ala 1 
1 5 10 

Arg Ser Leu Leu Ser Pro Gly Leu Leu Pro His Leu Leu Pro Ala Leu 

15 20 25 

Gly Phe Lys Asn Lys Thr Val Leu Lys Lys Arg Cys Lys Asp Cys Tyr 
30 35 40 

Leu Val Lys Arg Arg Gly Arg Trp Tyr Val Tyr Cys Lys Thr his Pro 
4 5 50 55 GO 

Arg His Lys Gin Arg His Mer Xaa Thr Leu Ser Leu Gin Ser Kis Al= 
65 70 75 

Gin 



(2) IN FORMATION FOR SEQ ID NO: 5 71: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vii ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Cancerous prostate 

(i:<) FEATURE : 

[A) NAME /KEY: sig_pfipiide 
(3; LOCATION : -22 . . -1 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 
iZ) OTHER INFORMATION: 5 core 3.7 

seq RIHLCQRSPGSQG/VR 

(xi) SEQUENCE DESCRIPTION: SEQ ID KO: 571: 



Met Ala Aid Aid Ala Ala Ser Arg Gly Xaa Gly Ala Lys Leu C-ly Leu 
-30 -25 -20 

Arg Xaa lie Arg lie His Leu Cys Gin Arg Ser Pro Gly Sar Gin G L y 
-15 -10 -5 

Val Arc Asp Phe He 
t 5 



(2) INFORMATION FOR SEQ ID NO; 572: 

fi) SEQUENCE CHARACTERISTICS : 

(A} LENGTH: 65 amino acids 
(B) TYPE: AMINO AC! D 
CO) TOPOLOGY: LINEAR 

[ill MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION; -4 4..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
[ D) OTHER INFORMATION: score 3.7 

seq IALTLI PSMLSRA/ AC 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 572: 



Met Pne Pro Ser Cys Tyr Lei: Cys Tyr Ser Leu Cys Gly Ser He Leu 
-40 -35 -30 

Leu Ser He Phe Ser Ala Tyr Asn Arg Leu Ser Leu Met Leu Arg He 
-25 -20 -15 

Ala Lc-u Thr Leu Ho Pro Ser Met Leu Ser Arg Ala Ala Gly Trp Cy* 
-IC -5 1 

Trp Tyr Lys G^u Pro Tnr Gin Gin Phe Ser Tyr Leu Cys Leu Pro Cys 
5 10 15 20 

Glv 



(2: INFORMATION FOR 3EO ID NO: 57 3: 

(i) SEQUENCE CHARACTERISTICS: 

(Al CENG~\ ;; - Ub amine acids 
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Hi TYPE: AMINO ACID 
(;■)) TOPOLOGY : LINEAR 

{ii; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(AJ ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: -60. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

ssq QLXFLYFVCCI FQ / DV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 573: 

Met Ssr Thr Gin Xaa Gly Leu Ser Met His Ala His Pro Gin Aid Tyr 
-60 



-S3 -50 -45 



Tl-v Pro Pr.e lie Tyr Leu His Ala Arq Lys Arg Arg Gly Glu lie Gly 
-40 -35 -3C 

Asp A^a Asp Ser Arg Phe Asn Asp Arg Tyr Ala His Lys Ser Ala Gin 
-25 -20 -15 

Leu Xaa Phe Leu Tyr Phe Vai Cys Cys He Phe Gin Asp Val Tyr Tyr 
-10 -5 1 

Xaa 
5 



(2) INFORMATION FOR SEQ ID NO: 57 4: 

(i) SEQUENCE CHARACTERISTICS: 

[A) LENGTH: 3 9 amino acids 

(E) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

[ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Prostate 

(ix) FEATURE: 

(A) NAME /KEY : srg_peptide 

(B) LOCATION : -21 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3-7 

seq SSC3C3LISFTRG/DK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 574: 



Met Lys His Phe 
-20 



Pro Ser Ser Cys Ser Cys 
-13 



Scr Lou lie 
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Ser Pne Thr Arg Gly Asp lys Tyr Phe Ala Tyr Asn Glu Glu He ?ne 
-5 1 5 10 

Leu Val Tyr Asn Ala Asp Gin 
15 



12 J INFORMATION FOR SEQ ID NO: 57 5: 

(i) SEQUENCE: CHARACTERISTICS: 

(A) LENGTH: y0 air. i no acids 
(3} TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(FJ TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -62.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 



(D) OTHER INFORMATION: score 3.7 

seq SILGIISVPLSIG/YC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 575: 

Met Ser Gin Arg Ser Leu Cys Met Asp Thr Ser Leu Asp Val Tyr Arg 
-6C -55 -50 

Xaa Leu He Glu Leu Asn Tyr Leu Gly Thr Val Ser Leu Thr Lys Cys 
-45 -40 -35 

Val Leu Pro His Met He Glu Arg Lys Xaa Xaa Lys He Val Thr Val 
-30 -25 -20 -15 

Asn Ser He Leu Gly He He Ser Val Pro Leu Ser He Gly Tyr Cys 
-10 -5 1 

Ala Ser Xaa His Ala Leu Xaa Gly Phe Phe Asn Xaa Leu Arg Thr Xaa 
5 10 15 

Leu Ala Thr Tyr Pro Gly He He Val Ser 
20 * 25 

(2) INFORMATION FOR SEQ ID NO: 57 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) I.KN'GTH: 120 amino acids 
(3! TYPE: AMINO ACID 



O) TOPOLOGY : LINEAR 
{ii) MOLECULE TYPE: PROTEIN 
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(vi ) CRIMINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Cancerous prostate 

(:_;■.) FEATURE: 

(A) NAME /KEY: sig_peptide 
;e> LOCATION: -98.. -1 

!C) IDENTIFICATION METHOD: Von Henjne niatnx 
(C) OTHER INFORMATION: score 3.6 

seq LALRTSWISSVCS/VT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 576: 



Met Gly Gly Ser Gly Ser Arg Leu Ser Lys Glu Leu Leu Ala Glu Tyr 
-95 -90 -35 

Gin Asp Leu Thr Phe Leu Thr Lys Gin Glu lie Leu Leu Aid His Arg 
-80 -75 -70 

Arg Phe Cys Glu Leu Lei] Pro Gin Giu Gin Arg Xaa Ka^ Ser Arc? His 
-65 -60 -55 

Phe Gly His Lys Qys Pre Ser Ser Arg Phe Ser Ala Phe Gin Ser Ser 
-5C -45 -40 -35 

Arg Pro Thr Pro Ser Arg Ser Glu Ser Ala Gly Ser Ser ?ro His Pre 
-30 -25 -20 

Gin. Pre Lys Thr Ala Leu Ala Leu Arg Thr Ser Trp lie Ser Ser Val 
-15 -10 -5 

Cys Ser Val Thr Gin Pro Arg Gin Thr Ser Ser Pro lie Met Pro Ser 
1 5 10 

Ala Ser Leu Thr Leu Met Met Thr 
15 20 



(2) INFORMATION FOR SEQ ID NO: 577: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 51 amino acids 
(3) TYPE : AMINO ACID 
[D> TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

{A} NAME /KEY : sig__peptide 
(3) LOCATION : -28. . - 1 

(C) IDENTIFICATION METHOD: Von Heijne matrix. 
(0) OTHER INFORMATION: score 3.6 

seq PLSDSWALLPASA/GV 

(;■;!) SZQUZV.CZ DESCRIPTION: SEQ ID NO: 577: 
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Me" Trp Arg Leu Leu Ala Arg Ala Ser Ala Pro Leu Leu Arg Val Pro 
-25 -20 -15 

L-jm Asp Ser Trp Ala Leu Leu Pro Ala Ser AU Gly Val Lys Thr 

-10 -5 1 

Lea Lei Pro Val Pro Ser Phe Glu Asp Val Ser lie Pre Glu Lys Pro 
5 10 15 20 

Lvs Le_i Leu 



(2) INFORMATION FOR SEQ ID NO: 576: 

(i) SEQUENCE CHARACTERISTICS : 

{A) LENGTH: 123 amino acids 

(B) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F> TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

[A) NAME/KEY : sig_peptide 
(B> LOCATION: -114.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq AT FVT QAL I Q X Y A / R I 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 578: 



■A-:*:. Ala Asp His Val Gin Ser Leu Ala Gin Leu Glu Asn Leu Cys Lys 

-110 -105 -100 

Gm Leu Tyr Glu Thr Thr Asp Thr Xaa Xaa Arg Ser Ser Xaa Ala Glu 

-95 -90 -65 

Lys Ala Leu Vai Giu Phe Thr Asn Ser Pro Asp Cys Leu Ser Lys Cys 

-B0 -75 -70 

Gin Leu Leu Leu Glu A.rg Gly Ser Ssr Ser Tyr Ser Gin Leu Leu Ala 
-65 -60 -55 

Ala Thr Cys Leu Tnr Lys Leu Val Ser Arg Thr Asn Asn Pro Leu Pro 
-50 -45 -40 -35 

L 2 u Glu Gin Arg lie Asp He Arg Asn Tyr Vai Leu Asn Xaa I.?u Ala 

-30 -25 -20 

Fhr Arg Pro Lys Leu Ala Thr Phe Val Thr Gin Ala Leu He Gin Xaa 

-i-j -10 -5 

Tyr Ala Arg lie Thr Lys Leu Gly Trp Phe Asp 
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(2) INFORMATION FOR SEQ ID NO: 57 9: 

■i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5 9 am no acics 

[B) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic prr. 

;lx) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -55.. -1 

(C) IDENTIFICATION METHOD: Von Heijns matrix 

(D) OTHER INFORMATION: acore 3.6 

seq TCSVCCYLFWLIA/1? 

;xi) SEQUENCE DESCRIPTION: SEQ ID NO: 57 9: 



Met Ala Tyr His Gly 

_ c ~ 

Tro Gly Phe Val Gly 
-35 

Asn Arg Gly Val lie 
-20 

Tyr Leu Phe Trp Leu 



Leu Thr Val Pro Leu He 
-50 "45 

Phe Leu Val Pro Trp Phe 
-30 

He Thr Met Leu Val Thr 

-15 

lie Ala He Pro Ala Trp 
1 



Val Me L Ser Val Phe 
-40 

He Pro Lys Gly Pro 
-25 

Cys Ser Val Cys Cys 
-10 



(2) INFORMATICS FOR SEQ ID NO: 530: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 128 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoir.o Sapiens 

(c) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

[-.) MAME/KEY: sig_peptide 
;0 LOCATION: -58 . .-1 

■;0 IDENTIFICATION METHOD: Von Heijr.o matrix 
tO OTHER INFORMATION: score 3.5 

seq GGILMGSE QGT IA/GQ 

[xi] se^-nce description: sf.q rn no: bao: 
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*>■ s-i T^i Gly Gin Leu Tyr Arg Met Giu Asp lie Gly Arg Phe ms 

'~~ ' -:o - 50 ~ 

-. r - r rin Gly Ser Leu Thr Pro Ser Ser Pro Thr 'Hi Gly Glu 

-40 "35 " 3U 

~ Lp Tyr Asr* As n Thr Arg Asa Thr Leu Gly Tip lie Gly Gly He 

\ ?b -20 -1:"' 

i^u M-t Gly Ser Phe Gin Gly Thr lie Ala Gly Glr. Gly Tar Gly Ala 

1"r -5 1 5 

^er He Ser Glu Leu Cys Lys Gly Gin Glu Leu Glu Pro Ser Gly 
13 15 

- fly '' -a H- Val Ala Pro Pro Gin Ala Val Ser Leu Gin Gly Ser 
^ * 30 35 

H-s Ala Leu Ala Ala Thr Ala Phe Ser Leu Xaa Cys Fro Arg Gly 

r l0 45 50 



Val Gin Xaa Leu Met He Ser 

55 



He Ser Glu His Leu Phe He His Ala 
60 55 ™ 



.'2) INFORMATION FOR SEQ 10 NO: 581: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 24 amino acids 
(3! TYPE: AMINO ACID 
(D! TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vil ORIGINAL SOURCE: 

(A! ORGANISM: Homo Sapiens 

"T TISSUE TYPE: Normal prostate 

UK"! FEATURE: 

(A' NAME /KEY : sig_peptide 
3;> LOCATION: -17 . . -1 

C: IDENTIFICATION METHOD : Von Heiine matrix 
^ OTHER INFORMATION: score 3.5 

seq RWWCFKLQAEASA/HP 

;G'JEMCE DESCRIPTION: SEQ ID NO: 58 1: 



M ^ - ly Arc T ro Trp Cys Phe His Leu Gin Ala Giu Ala Sei 

' _ : - 5 no -5 



a His Pro Pro Gin Gly Leu Gin 
- 5 



(2) INEGRMATI FOR SEQ ID NO: 582: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 45 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Hypertrophic pros 

(ix! FEATURE: 

(A) MAME/KEY: sig_peptide 
(3) LOCATION : -15..-1 

(C) IDENTIFICATION METHOD: Von Heijn* matrix 

(D) OTHER INFORMATION: score 3.b 

seq VIFFACVVRVRDG/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 592: 



H:;t Ser Val He Phe Phe Ala Cys Val Val Arg V^l Arc Asp Gly Leu 



-10 



-5 



Pro Leu Ser Ala Ser Thr Asp Phe Tyr His Thr Gin Asp Phe Leu Glu 
5 10 15 



Trp Arg Arc Arg Leu Lys Ser Leu Ala Leu Arg Leu Lys 
20 25 3C 



(2) INFORMATION FOR SEQ ID NO: 583: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5 9 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi"! ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(i:<) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -16.. -I 

(C) IDENTIFICATION METHOD: Von Hftijn^ matrix 
{ D ! OTHER INFORMATION: score 3.5 

seq TALAAXTWLGV/.'G / VR 

(xi) SEQUENCE DESCRIPTION: SEQ I D NO: 533: 



M-L Aid Val Thr A-a Leu Ala Ala Xaa Thr Trp Leu Gly Val Trp Gly 
-15 -10 -5 

V-ii Arg Thr E-iec Glr. Ala Arg Gly Phe Gly Ser Asp Gin Ser Giu Asn 

5 10 15 
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V'al. Asp Arg Gly Ala Gly Ser lie 

2C 

Xaa Arg (J la Gin Ala Glu Xaa Xaa 

3 c . 4 n 



Arg Glu Ala Gly Gly Aia Phe Gly 
25 3C 

Arg Tyr Phe 



(2; INFORMATION FOR SEQ ID MO: 534: 

(i) SEQUENCE: CHARACTERISTICS: 

(A) LENGTH: 56 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ill MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION : -IB. . - 1 

(C) IDENTIFICATION METHOD: Von Herjne matrix 
(0) OTHER INFORMATION : score 12 

seq FTLFLAL IGGTSG/QY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 584: 



Met Ser Leu Ser Ala Phe Thr Leu Phe Leu Ala Leu lie Gly Gly Thr 
-15 -10 -5 

Ser Gly Gin Tyr Tyr Asp Tyr Asp Phe Pro Leu Ser lie Tyr Gly Gin 
1 5 10 

Ser Ser Pro Asn Cys Ala Pro Giu Cys Asn Cys Pro Glu Ser Tyr Pro 
15 20 25 30 

Ser A La Me" Tyr Cys Asp Giu Leu 
35 



(2) INFORMATION FOR SEQ ID NO: 585: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 
(6) TYPE: AMINO ACID 
(U>) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Normal prostate 

FEATURE : 
.'.'■) NAME /KEY : sic peptide 
-.) LOCATION': -18.' . -1 
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IC» IDENTIFICATION METHOD: Von Reikis matrix 
i.D: OTHER INFORMATION : score 12 

seq FTLFLALIGGTSG/QY 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 58 5: 



Mot Ser leu Ser Ala Phe Thr Leu Phe Leu Ala Leu He (J 1 y Gly Thr 
-15 -10 -5 

Sftr Gly Gin Tyr Tyr Asp Trp 
1 5 



(2; INFORMATION' FOR SEQ ID NO: 58 6: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 96 amino acids - 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(li J MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Hypertrophic prostate 

<ix) FEATURE: 

(A) NAME/KEY: sig__peptide 
(3} LOCATION: -18,. -1 

(C) IDENTIFICATION METHOD: Von Heijne ir.acrix 

(D) OTHER INFORMATION : score 12 

seq FTLFLALIGGTSG/QY 

(xi; SEQUENCE DESCRIPTION: SEQ ID MO: 536: 



Met Ser Leu Ser Ala Phe Thr Leu 

- 1 5 

Ser Gly Gin Tyr Tyr Asp Tyr Asp 
1 " 5 

Ser Ser Pro Asn Cys Ala Pro Giu 
15 20 

Ser Ala Me 
Pro Pro GI 



Phe Leu Ala Leu He Gly Gly Thr 
-10 -5 

Phe Pro Leu Ser He Tyr Gly Gin 
10 

Cys Asn Cys Pro Glu Ser Tyr Pro 

25 30 

Met Val 
45 

Asp His 



Leu Gly 



Tyr Cys Asp Glu Leu Lys Leu Lys Ser Val Pro 
35 40 



He Lys Tyr Leu Tyr Leu Arg Asn Asn Gin lie 
5C 55 60 



He Asp Glu Lys Ala Phe Glu Asn Val Thr Asp Leu Gin Trp 

c5 70 75 



[2] I M FORMAT :c:i FOR SEQ ID NO: 587: 
;i. .: LQ"JE-:CE CHARACTERISTICS: 
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(A) LENGTH: 111 amino a- ids 
(3) TYPE: AMINO ACID 
< D > TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

{ F} TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME/KEY: siq^peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.9 

seq LLLLLLPFLLYMA/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 58 7: 



Met Val Glu Leu Met Phe Pro Leu Leu Leu Leu Leu Leu Pro Phe Leu 

-20 -15 -10 -5 

Leu Tyr Met Ala Ala Pro Gin lie Arg Lys Met Leu Ser Ser Gly Val 

15 10 

Cys Thr Ser Thr Val Gin Leu Pro Gly Lys Val Val Val Val Thr Gly 
15 20 25 

Ala Asn Thr Gly He Gly Lys Glu Thr Ala Lys Glu Leu Ala Gin Arg 
30 35 40 

Gly Ala Arg Val Tyr Xaa Ala Xaa Xaa Asp Val Glu Lys Gly Glu Leu 

45 50 55 60 

Val Ala Xaa Glu He Gin Thr Thr Thr Gly Xaa Xaa Gin. Val Leu Val 

65 70 75 



Arg Xaa Leu Asp Leu Ser Asp Thr Lys Ser He Arg Ala Phe Ala 
SO 3 5 90 



(2) INFORMATION FOR SEQ ID NO: 583: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 41 air, i no acids 
(3) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig^peptide 
(3) LOCATION: -15.. -1 

■Z) IDENTIFICATION METHOD: Von Heijne matrix 
\2] OTHER INFORMATION: sect? 8.1 
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seq LLYLLVPALFCRA/GG 

(xi) SEQUENCE DESCRIPTION: SEO ID NO: 558: 
Met Trp Leu Leu Tyr Lea Leu Val Pro Ala Leu Phe Cys Arg Ala Gly 



-15 



-10 



Hv Ser II- p :o lie Pro Gin Lys Leu Phe Gly Glu Val Thr Ser Pro 
S 10 15 



Leu = ne Fro Lvs Pro Tyr Pro Asn Gly 

20 " 25 



(2! INFORMATION FOR SEQ ID NO: 58 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 71 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{?) TISSUE TYPE: Normal prostate 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -3 2 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D! OTHER INFORMATION: score 7.7 

seq LLFLVAGLLPSFP/AN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 539: 



Met Lys Gin He Leu His Pro Ala 
-30 -25 

Phe Pro Val Leu Leu Phe Leu Val 
-15 -10 

Ala Asn Glu Asp Lys Asp Pro Ala 
1 5 

Thr Gin Val Gin Arg Glu He Val 

20 

Ala val Ser Pro Pro Ala Lys 

"}5 



Leu Glu Thr Thr Ala Met Thr Leu 
-20 

Ala Gly Leu Leu Pro Ser Phe Pro 
-5 

Phe Thr Ala Leu Leu Thr Thr Gin 
10 15 

Asn Lys His Asn Glu Leu Arg Arg 
25 30 



(2) INFORMATION FOR SEQ ID NO: 59C: 

;i! SEQUENCE CHARACTERISTICS: 

[?.) LENGTH: 13S amino acids 
' - •. t v p it - py[T no AC I D 



WO 99W6550 



529 



PCT/IB98/01232 



(D) TOPOLOGY: LINEAR 
(ii) KOLECULi TY?E: PROTEIN 

(vi) original source : 

(A) ORGAMISK: Homo Sapiens 

[F\ TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptice 

( E ) LOCATICK: -17. .-1 

CO IDENTIFICATION METHOD: Von Heijne matrix 
( D) OTHER INFORMATION: score 6.9 

seq LFLTMLTLALVKS/QD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 590: 



Met Leu Lys Ala Leu Phe Leu Thr Met Leu Thr Leu Ala Leu VaL Lys 
-15 -10 -5 

Ser Gin Asp Thr Glu Glu Thr He Thr Tyr Thr Gin Cys Thr Asp Gly 
1 5 10 15 

Tyr Glu Trp Asp Pro Val Arg Gin Gin Cys Lys Asp He Asp Glu Cys 
20 25 30 

Asp He Val Pro Asp Ala Cys Lys Gly Gly Met Lys Cys Val Asn His 
35 40 45 

Tyr Gly Gly Tyr Leu Cys Leu Pro Lys Thr Ala Gin He He Val Asn 
50 55 60 

Asn Glu Gin Pro Gin Gin Glu Thr Gin Pro Ala Glu Gly Thr Ser Gly 

65 70 75 

Ala Thr Thr Gly Val Val Ala Ala Xaa Ser Met Ala Thr Ser Xaa Val 

SO 85 90 95 

Leu Xa* Gly Gly Gly Phe Val Ala Ser Ala Ala Ala Val Ala Gly Pro 
100 105 110 



Glu Met Gin Thr Gly Arq Asn Asn Phe Val 
115 120 



[2, L M FORMAT ION FOR SEQ ID NO: 5 91: 

(I) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 69 amino acids 
(3) TYPE: AMINO ACID 
O) TOPOLOGY: LINEAR 

Mil MOLECULE TYPE: PROTEIN 

! ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Normal pros-ate 
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(A) NAME/ KEY : yig_peptide 

(B) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD; Vcn Heijne matrix 

(D) OTHER INFORMATION-. score 5.9 

seq LLILWFHLDCVSS/IL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 591; 

Met Glu Lys Asn Pro Leu A-a Ala Fro Leu Leu lie Leu Trp ?ha His 
_ 20 -15 -10 

Leu Asp Cys Val Ser Ser lie Leu Asa Val Glu Gin Ser Pro Gin Ser 

Leu His Val Gin Glu Gly Asp Ser Thr Asn Phe Thr Cys Ser Phe Pro 
15 20 25 

Ser S-r Asn Phe Tyr Ala I.eu His Trp Tyr Arg Trp Glu Thr Ala Lys 
30 35 40 

Ser Pro Glu Ala Val 
45 



(2) INFORMATION FOR SEQ ID NO: 592: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 31 amino acids 

(B) TYPE; AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(F) TISSUE TYPE: Hypertrophic prostate 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : -15 . . -1 

CO IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.3 

seq VVTIVILLCFCKA/AE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 592: 

i-q Val Va" Thr He Val lie Leu Leu Cys Phe Cys Lys Ala Ala 
-15 -10 -5 1 

Glu <-u £rg Lys Ala Ser Pro Gly Ser Val Arg Ser Arg Val Asn His 
5 10 IS 

Giv Arc Ala Gly Gly 

2C 



::: FORMATION FOR SEQ ID NO: 593: 
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li} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 102 anuno acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( F) TISSUE TYPE: Normal prostate 

FEATURE: 

(A) NAME/ KEY : sig__peptide 

(B) LOCATION: -90..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.1 

scq llfvatlpfwthy/l: 

(XI) SEQUENCE DESCRIPTION: 5EQ ID NO: 593: 



Met Asp Gin Phe 
-90 

Leu Ala Glu Ala 



Phe Leu Ser lie 
-55 

Asn Leu Leu Val 
-40 

Val Thr Asp He 
-25 

VjI Ala Thr Leu 
-10 



Pro Glu Ser Val 
-85 

Cys Tyr He Gly 
-70 

Phe Tyr Ser Val 



Val Phe Ala Leu 
-35 

Tyr Leu Leu Asn 
-20 

Pro Phe Trp Thr 
-5 



Thr Glu Asn Phe 
-30 

Asp He Val Val 
-65 

He Phe Ala He 
-50 

Thr Asn Ser Lys 



Leu Ala Leu Ser 
-15 

His Tyr Leu lie 
I 



Glu Tyr Asp Asp 
-75 

Phe Gly Thr Val 
-60 

Gly Leu Val Gly 
-45 

Lys Pro Lys Ser 
-30 

Asp Leu Leu Phe 



Asn Glu Lys Gly 
5 



Leu His Asn Ala Met Cys 
10 
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1. Claims: Invention 1: claims 1-37 all partially 

Nucleic acid comprising the sequence as in Seq.ID:38, 
complementary sequence, fragments, hybridizing sequences. 
Polypeptide comprising a signal peptide encoded by said 
nucleotide sequence. Vector encoding a fusion protein 
comprising said signal peptide. A method of directing the 
extracellular secretion of a polypeptide by means of said 
vector. Method of importing a polypeptide into a cell by 
means of said signal peptide. A method for making a cDNA 
encoding a secretory protein, partially encoded by said 
nucleotide sequence, corresponding cDNA. Polypeptide encoded 
by said nucleotide sequence* comprising a sequence as in 
Seq. 10:316, method of making said polypeptide. Method of 
obtaining a promoter located upstream of said nucleotide 
sequence, promoter thereof. 



2. Claims: Invention 2-278: claims 1-37 all partially 

Inventions 2-278: Idem as subject 1 but limited to each of 
the DNA sequences as in Seq. I D: 39 -315 , and corresponding 
polypeptides, where invention 2 is limited to Seq.ID:39 and 

317, invention 3 is limited to Seq.ID:40 and 318 

invention 278 is limited to Seq. ID: 315 and 593). 

For the sake of conciseness, the first subject matter is 
explicitly defined, the other subject matters are defined by 
analogy thereto. 
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